Rubisco, the enzyme involved in the first reaction of C 0 2 fixation in plants, is composed of eight large subunits (rbcL) and eight small subunits (rbcS) (reviewed by Jensen and Bahr, 1977). Although the enzyme is found in the chloroplasts of higher plants, the rbcS subunits are encoded in the nucleus, synthesized in the cytoplasm, and then transported to the chloroplast (reviewed by Ellis, 1981; Keegstra et al., 1989). I report the isolation of an rbcS cDNA sequence from the cultivated apple (Malus X domestica) (Table I ). The sequence is 831 bp including the poly(A) tail(l8 bp) and contains the complete coding region of rbcS. It is 77% homologous to the 300-bp petunia rbcS fragment and 97 and 98% homologous, respectively, to a pear rbcS sequence (accession No. D00572) and an unclassified crabapple species rbcS sequence (accession No. X65494) (Davies, 1993). However, the transit peptide sequence of our rbcS clone is four amino acids shorter than that reported for both the pear and crabapple rbcS sequences. The rbcS sequence has since been used to probe a Granny Smith genomic library to isolate a genomic sequence and promoter.
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